ABSTRACT Geobacillus stearothermophilus is the thermophile present in processing lines of powdered infant formula (PIF). We report the whole-genome sequences of G. stearothermophilus strains isolated from work-in-process products (sterilized and concentrated milk) of manufacturing plants. Understanding the genomic basis governing the metabolism of G. stearothermophilus can contribute to the safety management of PIF during its manufacture.
low-quality bases (ϽQ20) from raw reads was performed using the Trim Galore! software (version 0.4.4; https://www.bioinformatics.babraham.ac.uk/projects/trim_galore/). An average 2,236,883 reads per strain could pass the quality control and were assembled using the SPAdes genome assembler (version 3.12.0) (6) . The assemblies were annotated preliminarily using the Prokaryotic Contigs Annotation Pipeline Server (P-CAPS, version 0.1) with default parameters (7). The final annotation was generated with the NCBI Prokaryotic Genome Annotation Pipeline (PGAP, version 4.6) with default parameters (8) .
A summary of the characteristics and genome features of the five strains of G. stearothermophilus is presented in Table 1 . The general statistics for the genomes were as follows: sequencing reads in total (paired ends), 1,487,742 to 2,651,209 sequences (seqs); total read length, 815 to 1,507 Mbp; total length of assembled sequence, 2,667,663 to 2,894,956 bp; number of contigs, 150 to 330; overall GC content, 52.13 to 52.94%; and coverage depth, 470.42-to 875.59-fold.
The whole-genome sequence information reported here is expected to broaden our knowledge regarding the genetic and functional characteristics of G. stearothermophilus with regard to the production of metabolites during the manufacture of PIF.
Data availability. All genome sequences and raw reads reported here were deposited in GenBank under the accession, BioSample, and BioProject numbers listed in Table 1 . The versions described in this paper are the first versions.
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